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Abstract
Ventilator-associated pneumonia (VAP) is a common nosocomial infection in mechanically ventilated patients. Biofilm
formation is one of the mechanisms through which the endotracheal tube (ET) facilitates bacterial contamination of the
lower airways. In the present study, we analyzed the composition of the ET biofilm flora by means of culture dependent and
culture independent (16 S rRNA gene clone libraries and pyrosequencing) approaches. Overall, the microbial diversity was
high and members of different phylogenetic lineages were detected (Actinobacteria, beta-Proteobacteria, Candida spp.,
Clostridia, epsilon-Proteobacteria, Firmicutes, Fusobacteria and gamma-Proteobacteria). Culture dependent analysis, based
on the use of selective growth media and conventional microbiological tests, resulted in the identification of typical aerobic
nosocomial pathogens which are known to play a role in the development of VAP, e.g. Staphylococcus aureus and
Pseudomonas aeruginosa. Other opportunistic pathogens were also identified, including Staphylococcus epidermidis and
Kocuria varians. In general, there was little correlation between the results obtained by sequencing 16 S rRNA gene clone
libraries and by cultivation. Pyrosequencing of PCR amplified 16 S rRNA genes of four selected samples resulted in the
identification of a much wider variety of bacteria. The results from the pyrosequencing analysis suggest that these four
samples were dominated by members of the normal oral flora such as Prevotella spp., Peptostreptococcus spp. and lactic acid
bacteria. A combination of methods is recommended to obtain a complete picture of the microbial diversity of the ET
biofilm.
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Introduction
Nosocomial pneumonia or health-care associated pneumonia is
one of the most common life-threatening infections in hospitals
and long-term care facilities, with an incidence ranging from 4 to
50 cases per 1000 admissions [1]. Critically ill patients requiring
mechanical ventilation in the intensive care unit (ICU) constitute
the group at the highest risk. Endotracheal intubation often leads
to an increased occurrence of pneumonia, the so-called ventilator-
associated pneumonia (VAP) [2,3]. The prevalence of VAP among
ventilated patients is 10–65%, with a mortality rate of 27–76%
[2,3]. VAP extends the ICU stay by 5–7 days and increases the
length of hospital stay 2 to 3 fold, resulting in higher medical costs
[2,3]. The endotracheal tube (ET) itself is a pivotal element in the
pathogenesis of VAP as it allows the direct entry of (oropharyn-
geal) microorganisms in the lower airways [1–4]. This ET is
rapidly (within hours after its insertion) colonized by microorgan-
isms that form a biofilm on its surface [2,5,6,7]. This biofilm
represents a significant and persistent source of pathogenic
bacteria which can infect the lungs [8]. Adair et al. [4] reported
that, in 70% (= 14/20) of VAP patients, an identical bacterial
population was found in the infected lungs and in the ET biofilms.
Several mechanisms by which ET biofilm bacteria can infect the
lungs were already suggested: biofilm pieces might be dispersed
and passively moved towards the lungs [9], biofilms cells can be
aerosolized and aspirated into the lungs and individual cells in
contact with liquids can be transferred deeply into the lungs [10].
The bacterial etiology of VAP is highly diverse and distinct
patterns have been identified according to the duration of
intubation [11]. VAP developing within the first 2 to 5 days after
intubation (early-onset VAP) is more likely caused by antibiotic-
sensitive bacteria such as methicillin-sensitive Staphylococcus aureus
and has a better prognosis. On the other hand, later occurring
VAP (5 or more days after the start of mechanical ventilation)
frequently involves multidrug resistant pathogens like methicillin-
resistant S. aureus (MRSA), Pseudomonas aeruginosa and extended-
spectrum b-lactamase (ESBL) producing Enterobacteriaceae.
Late-onset VAP has been associated with a higher morbidity
and mortality [4,11–14].
Aerobic bacterial cultures, obtained from respiratory secretions
(e.g. sputum samples) and mucosal swabs, are the mainstay of
identification of the microbial etiology of VAP and guide
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antimicrobial treatment. In addition, surveillance cultures, taken
on a regular basis, aim to detect the presence of certain high-risk
pathogens colonizing the patient [13,15,16]. However, these
cultures do not offer a complete picture of the bacterial diversity
of ET biofilms. Also, isolation and identification of bacteria
present in a biofilm on an implanted medical device are not always
straightforward [17]. Culture dependent methods generally fail to
recover and grow all biofilms cells from implanted medical devices
and often lack sensitivity for the detection of chronic biofilm
infections [18].
The majority of previous studies on ET biofilms focused on the
identification of bronchoalveolar lavage (BAL) cultures in order to
confirm VAP as recommended by the guidelines of the American
Thoracic Society [11,19,20]. Although BAL cultures are consid-
ered as the ‘gold standard’ for the identification of respiratory
pathogens, this procedure is invasive and cannot be used in some
critically ill patients [20]. In addition, these studies did not identify
the pool of potential pathogens present in the ET biofilm. Two
recent studies [8,19] focused on the identification of bacteria in ET
biofilms. Cairns et al. [8] studied the diversity of 24 ET biofilms by
denaturing gradient gel electrophoresis and demonstrated that the
diversity of ET biofilms was high. Perkins et al. [19] investigated
8 ET biofilms by constructing and sequencing 16 S rRNA gene
clone libraries. They identified 70% of the ET biofilm bacteria as
typical members of the oral flora. As oral bacteria tend to be
(facultative) anaerobic, the identification of anaerobes is desirable.
In addition, an increasing number of studies suggested a potential
role of anaerobes in respiratory diseases e.g cystic fibrosis [21,22].
In the present study, ET biofilm bacteria were identified by
means of cultivation and sequencing 16 S rRNA genes using clone
libraries and pyrosequencing. We have applied aerobic cultivation
procedures as the major ‘traditional’ pathogens known to be
involved in the onset of VAP (e.g. S. aureus and P. aeruginosa) are
aerobic bacteria [23]. Aerobic culture conditions are still routinely
used in clinical laboratories. In addition, no guidelines for the
isolation of anaerobes from ET biofilms and tracheal aspirates
exists, for instance, only aerobic cultivation procedures are
recommended for the analysis of sputum samples [24].
Materials and Methods
Setting and Patients
This study was performed in the 54-bed medical and surgical
ICU of the 1056-bed Ghent University Hospital (Ghent, Belgium).
All patients were older than 16 years and were intubated for at
least 24 h. This study was approved by the ‘‘Ethical Committee of
Ghent University Hospital’’ (OG017; registration number:
B6702010156). A written consent was signed either by the patient
or by his/her relatives. The ET samples were analyzed within 12 h
after extubation. The distal 5 cm of the ET was cut off and was
transferred to 10 ml 0.9% NaCl. The biofilm was removed from
the tube by repeated cycles (3 times) of vortexing and sonication.
2 ml of the resulting cell suspensions were used immediately (1 ml
for cultivation and 1 ml for DNA extraction). In total, 55 ET
biofilms from 51 ventilated patients were analyzed. All the ET
biofilms were investigated by culture dependent techniques while
a selection was examined by culture independent approaches.
Culture Dependent Identification Techniques
Diluted cell suspensions were inoculated on different isolation
media. Mueller-Hinton agar (MHA) (BD, Franklin Lakes, NJ,
USA) was used as a general growth medium, while Baird-Parker
agar (BPA) (Oxoid, Basingstoke, UK) and mannitol salt agar
(MSA) (Oxoid) were used to isolate staphylococci. Violet red bile
glucose agar (VRBGA) (BD) was used for the detection of
Enterobacteriaceae, while cetrimide agar (CA) (BD) was used for
the isolation of Pseudomonas spp. The inoculated media were
incubated aerobically at 37uC for several days. Pure cultures were
obtained from all isolation media and were stored at 280uC using
MicroBank (ProLab, Neston, UK) vials. Conventional microbio-
logical tests (Gram staining, microscopical analysis, oxidase and
catalase tests) were performed on all isolates using standard
procedures.
Identification of Gram-negative bacteria. Gram-negative,
oxidase-negative bacilli were inoculated on Kligler’s medium
(LabM, Bury, UK) in order to determine if they belong to the
Enterobacteriaceae. All putative Enterobacteriaceae were further
identified by API 20 E (BioMe´rieux, Marcy l’Etoile, France)
according to the manufacturer’s instructions. Gram-negative,
oxidase-positive bacilli which produce a greenish pigment on
MHA plates were considered to be Pseudomonas spp. These isolates
were inoculated on MHA and CA plates that were incubated
overnight at 42uC and 37uC, respectively. The identification was
confirmed by analyzing a selection of isolates by API 20 NE
(BioMe´rieux). Gram-negative, oxidase-negative, non-Enterobac-
teriaceae were identified by API 20 NE (BioMe´rieux).
Identification of Gram-positive bacteria. The catalase
test differentiated between members of the genera Staphylococcus
and Micrococcus on the one hand and lactic acid bacteria on the
other hand. Gram-positive, catalase-positive cocci were tested for
the presence of coagulase (BD) and DNase (Oxoid) enzymes. In
addition, Staphylococcus spp. and Micrococcus spp. were differentiated
by the lysostaphin test (Sigma, Bornem, Belgium). A multiplex
PCR to differentiate S. aureus from Staphylococcus epidermidis was
performed as previously described [25]. The PCR products were
separated by electrophoresis (1 h at 100 V) on a 1% agarose gel
(Invitrogen, Merelbeke, Belgium) containing 0.01% GelRed
(VWR, Leuven, Belgium). The presence of a fragment of 124 bp
identified the isolate as S. epidermidis, while the presence of
a fragment of 108 bp identified it as S. aureus. Micrococci and
isolates that were not identified by the multiplex PCR were
inoculated on a API Staph strip (BioMe´rieux) according to the
manufacturer’s instructions. Gram-positive, catalase-negative and
oxidase-negative cocci were identified by API Strep (BioMe´rieux).
Isolates that were not identified by the methods listed above were
identified by 16 S rRNA gene sequence analysis as described
elsewhere [26]. Partial 16 S rRNA sequences (covering hypervari-
able regions V1 to V3) were obtained using conserved primers i.e.
27F (59 AGA GTT TGA TCC TGG CTG AG 39) and 519R (59
GTA TTA CCG CGG CTG CTG 39) [26]. The PCR products
were separated by agarose gel electrophoresis. Thereafter,
amplicons with the proper length (500 bp) were sequenced
according to the manufacturer’s protocol (Applied BioSystems,
Carlsbad, CA, USA) and as described earlier [26]. The amplicons
were separated by capillary gel electrophoresis (Applied BioSys-
tems) and data were analyzed using Sequence Scanner v1.0
(Applied BioSystems) and BioEdit [27]. The BLAST program
(http://blast.ncbi.nlm.nih.gov/blast) was used to find the most
similar sequences in public databases. As we generated partial
sequences (500 bp), we used stringent identification criteria,
namely only sequences with at least 99% sequence homology
with type strains in public databases were included in this study.
Identification of yeasts. Yeast cells were identified by
inoculation on the chromogenic CHROMAgar Candida Medium
(BD) according to the manufacturer’s instructions. After 24 h
incubation at 37uC, the yeasts were identified by the color of
colony (Candida albicans produced green colonies).
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Culture Independent Identification Techniques
Construction of 16 S rRNA gene clone libraries. For the
20 first ETs, 16 S rRNA gene clone libraries were constructed.
DNA was extracted directly from the ET biofilm as described
previously [28] and 16 S rRNA genes were amplified using the
same primers as in the culture dependent identification techniques
(i.e. 27F and 519R) [26]. Partial PCR amplified 16 S rRNA genes
(500 bp) were ligated into pGEM-T Easy Vectors (Promega,
Leiden, The Netherlands) according to the manufacturer’s
instructions. Clones were picked up and plasmids were extracted
[29]. The inserted amplicons were amplified by PCR using
a commercial forward T7 promotor primer (Promega) and
a reverse SP6 promotor primer (Promega) according to the
manufacturer’s instructions. The PCR amplicons were separated
by gel electrophoresis (2.5% agarose, 1 h at 100V) and only
fragments with the proper length (700 bp) were selected for
sequencing (as described earlier) [26]. Chimeric sequences were
removed using the bio-informatics toolkit (www.bioinformatics-
toolkit.org). The RDP software platform (http://rdp.cme.msu.
edu/) was used to define operational taxonomic units (OTUs) in
each sample with a cutoff of 99% sequence similarity. Sub-
sequently, the BLAST program was used to find to most similar
sequences in public databases; only sequences with at least 99%
sequence similarity to type strains in public databases were
incorporated in our study.
Pyrosequencing of PCR amplified 16 S rRNA genes. The
diversity of four samples was also investigated by Roche GS FLX
second generation sequencing (Roche, Brussel, Belgium) of PCR
amplified 16 S rRNA genes. Samples were selected based on the
results obtained by the culture dependent analyses and we
included a sample apparently dominated by Enterobacteriaceae
(E1), a sample apparently dominated by P. aeruginosa (E13) and two
samples with a more diverse composition (E4 and E17). We
amplified the same regions (V1 to V3) of the 16 S rRNA genes as
we did in the culture dependent identification methods and the
construction of clone libraries [26]. Fusion primers based on 27F
and 519R primer sequences (see earlier) and containing the GS
FLX titanium adaptor sequences and a multiplex identifier, were
designed according to the manufacturer’s instructions (IDT,
Leuven, Belgium). An amplification PCR was performed on the
DNA extracted directly from the samples according to the
manufacturer’s instructions (Roche). The quality and quantity of
the amplicons were measured by electrophoresis according to the
manufacturer’s protocols (Agilent Technologies, Santa Clara, CA,
USA). Thereafter, an emulsion-based clonal amplification was
performed according to the Roche GS FLX titanium series
emPCR and the libraries were sequenced according to the Roche
GS FLX titanium sequencing method manual – version October
2009. The tags and the primers were removed from the reads and
the resulting sequences were analyzed using the ribosomal
database project (RDP) pyrosequencing pipeline (http://pyro.
cme.msu.edu/). In addition, chimeric sequences were removed
from the dataset using the bioinformatics toolkit (www.
bioinformatics-toolkit.org). OTUs were defined (per sample) as
sequences with at least 99% sequence similarity. One represen-
tative sequence per OTU was selected using the dereplication tool
of the RDP pyrosequencing pipeline and was identified using the
BLAST program. Only sequences with at least 99% sequence
similarity to type strains and which appeared more than 10 times
in our dataset were considered.
Statistical Analysis
The Simpson index of diversity (1-D) [30] was calculated in
order to compare the bacterial diversity of ET biofilms as revealed
by culture dependent and culture independent techniques (D=g
(ni/N)
2 where ni is the number of individuals belonging to species i
in any given sample and N is the total number of individuals
present in any given sample). A Simpson diversity index close to 1
means that the sample is highly diverse. In addition, Good’s
coverage coefficient [31] was computed in order to determine the
coverage of culture dependent and culture independent methods
(C= [1– (pi/N)]6100; where pi is the number of unique
phylotypes in any given sample and N is the total number of
individuals in any given sample). A Good’s coverage coefficient
close to 100 represents a completely identified sample. The Mann-
Whitney U test was used to compare the indexes of the different
samples. The SPSS software was used (version 17.0; SPSS Inc.,
Chicago, IL, USA) and the statistical significance was defined as
a p value less than 0.05. In addition, collector’s curves (plotting the
number of species as a function of the number of clones/
pyrosequences investigated) were constructed. A clustering analysis
(Unifrac) was performed on 16 S rRNA gene sequences of the
clones and the isolates using the mothur software [32]. Four
groups were considered: patients with VAP, patients without VAP,
patients who were intubated less than 5 days and those which were
intubated more than 5 days. In addition, the identification results
of the culture dependent analyses of ET biofilms from patients
with or without VAP were compared and statistically examined by
the chi square test using the SPSS software (SPSS Inc.). The tests
were two-tailed and statistical significance was set as a p value less
than 0.05.
Accession Numbers
The GenBank accession numbers of selected 16 S rRNA gene
sequences from isolates are JN652258 to JN652279. The GenBank
accession numbers of selected 16 S rRNA gene sequences of
clones are JN652280 to JN652293. The pyrosequences were
submitted to GenBank using the Sequence Read Archive tool
(project submission number: SRA045823.2).
Results
Identification by Culture Dependent Analysis
573 isolates were picked up from the 55 ET examined; 121
from MHA, 174 from BPA, 137 from MSA, 106 from VRBGA
and 35 from CA. Nineteen isolates failed to grow after the first
round of subculturing. Thus, 554 pure cultures were available for
further study, including 334 Gram-positive bacteria, 157 Gram-
negative bacteria and 65 yeasts.
Catalase-positive, Gram-positive isolates (n = 306) were
screened for the presence of coagulase and DNase activity and
were further identified by multiplex PCR, API Staph and 16 S
rRNA gene sequence analysis. In this way, 71 coagulase/DNase
positive isolates were identified as S. aureus (12 ETs). 237 isolates
were coagulase/DNase negative and 40 of them were identified as
Micrococcus luteus (16 ETs) and 3 as Kocuria varians (3 ETs).
However, most of the ‘coagulase-negative staphylococci’ (CoNS)
were identified as S. epidermidis (n = 131). S. epidermidis was the most
frequently encountered organism as it was present on 33 of the
55 ETs (Table 1). Also, Staphylococcus saprophyticus (n = 29; 13 ETs),
Staphylococcus haemolyticus (n = 7; 5 ETs), Staphylococcus hominis (n = 5;
4 ETs) and Staphylococcus xylosus (n = 6; 5 ETs) were encountered
(Table 1). Other staphylococci (6 species) represented only a minor
fraction and were found on 1 to 3 ETs (Table 1). Fourteen isolates
showed no catalase activity and were identified as Gemella
morbillorum (n = 6; 2 ETs), Enterococcus faecium (n = 5; 4 ETs) and
Lactococcus lactis (n = 3; 2 ETs). Seven Gram-positive rods were
identified as Bacillus simplex (4 ETs), 3 as Rhodococcus corynebacterioides
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(3 ETs) and 1 as Leifsonia aquatica. One isolate had a mycelium-like
cell morphology and was identified as Streptomyces spp. (Table 1).
Ninety-three (93/157) of the rod-shaped, Gram-negative
isolates gave a negative result for the oxidase test and 79 of them
fermented glucose (29/79 isolates also fermented lactose). These
isolates were considered to be Enterobacteriaceae. Thirty-one
isolates were identified as Klebsiella pneumoniae (4 ETs), 11 as
Enterobacter aerogenes (4 ETs) and 12 as Escherichia coli (6 ETs)
(Table 1). Twenty-five Enterobacteriaceae (5 species) represented
only a minor fraction of the isolates and were found on 1 to 3 ETs
(Table 1). Fourteen isolates neither used glucose nor lactose and
were identified as Stenotrophomonas maltophilia (n = 10; 2 ETs),
Sphingomonas paucimobilis (n = 2; 2 ETs) and Acinetobacter lwoffii
(n = 2; 2 ETs). Fifty-two isolates were rod-shaped and oxidase-
positive, and produced pigment on MHA plates. Identification
results demonstrated that these isolates belong to P. aeruginosa
(6 ETs). In contrast, 8 of the 60 oxidase-positive, rod-shaped
Gram-negative isolates did not produce a greenish-brown pigment
on MHA and were identified as Photobacterium damselae (n = 3;
3 ETs), Myroides odoratus (n = 3; 2 ETs), Aeromonas sobria (n = 1;
1 ET) and Pasteurella spp. (n = 1; 1 ET). Four Gram-negative
bacteria had a coccoid cell morphology and were identified as
Moraxella spp. (2 ETs) (Table 1).
Sixty-five isolates showed a yeast-like morphology and 60 of
them were identified as Candida albicans (10 ETs); 5 isolates could
only be identified to the genus level (Candida spp.) (5 ETs) (Table 1).
Four patients were extubated and subsequently re-intubated in
the course of our study and both samples were investigated
(Table 2). Some species were present on both ETs from the same
patient, i.e. S. epidermidis occurred in both E25 and E32 (patient
24), E. coli in E26 and E29 (patient 25) and C. albicans in E34 and
E36 (patient 31). However, overall there was little similarity
between both samples from any given patient (Table 2).
Identification by Culture Independent Analyses
DNA was directly extracted from ET biofilms and 16 S rRNA
genes were amplified. 20 samples were randomly selected for the
construction of clone libraries and 4 samples were selected for
pyrosequencing analysis. We identified partial 16 S rRNA gene
sequences to the species level, therefore, we used a cutoff of 99%
sequence similarity to type strains in public databases. Although,
we are aware that these identifications are not definitive, we
believe that this is the only way to make a good comparison
between the different identification methods used in the present
study.
973 clones were obtained and 400 clones were randomly
selected for sequence analysis. 13 chimeric sequences were
removed and in this way, 387 clones (40%) were identified by
sequencing (average sequence length: 500 bp). Nearly one third
(n = 123) of the sequenced clones belonged to the Enterobacter-
iaceae, including E. aerogenes (n = 76; 6 ETs), Enterobacter spp.
(n = 26; 5 ETs) and Klebsiella spp. (n = 21; 4 ETs). Lactic acid
bacteria (n = 86) constituted the second most abundant group,
comprising Gemella haemolysans (n = 45; 3 ETs), Lactococcus fermentum
(n = 17; 2 ETs), Streptococcus pneumoniae (n = 17; 3 ETs) and E.
faecium (n = 7; 1 ET). Other frequently recovered sequences
Table 1. Summary of the culture dependent identification results.
Identification #Isolates #ETs %ETs
Staphylococci Staphylococcus epidermidis 131 33 60%
Staphylococcus aureus 71 12 22%
Staphylococcus saprophyticus 29 13 24%
Staphylococcus haemolyticus 7 5 9%
Staphylococcus hominis 5 4 7%
Staphylococcus xylosus 6 5 9%
Other staphylococci (Staphylococcus capitis, Staphylococcus cohnii, Staphylococcus hyicus,
Staphylococcus lentus, Staphylococcus pasteurii, Staphylococcus warneri)
14 1 to 3
Lactic acid bacteria Enterococcus faecium 5 4 7%
Other lactic acid bacteria (Gemella morbillorum, Lactococcus lactis) 9 1 to 3
Other Gram-positive Bacillus simplex 7 4 7%
bacteria Micrococcus luteus 40 16 29%
Other Gram-positive bacteria (Kocuria varians, Rhodococcus corynebacterioides, Leifsonia
aquatica, Streptomyces spp.)
8 1 to 3
Enterobacteriaceae Klebsiella pneumoniae 31 4 7%
Enterobacter aerogenes 11 4 7%
Escherichia coli 12 6 11%
Other Enterobacteriaceae (Enterobacter sakazakii, Raoultella ornithinolytica, Shigella spp.,
Klebsiella oxytoca, Hafnia alvei)
25 1 to 3
Other Gram-negative Pseudomonas aeruginosa 52 6 11%
bacteria Other Gram-negative bacteria (Stenotrophomonas maltophilia, Sphingomonas paucimobilis,
Acinetobacter lwoffii, Photobacterium damselae, Myroides odoratus, Aeromonas sobria,
Pasteurella spp., Moraxella spp.)
26 1 to 3
Yeasts Candida albicans. 60 10 18%
Candida spp 5 5 9%
The number of isolates per species and the number and percentage of ETs on which they were found are also given.
doi:10.1371/journal.pone.0038401.t001
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belonged to P. aeruginosa (n = 52; 5 ETs), S. epidermidis (n = 17;
4 ETs), Leptotrichia spp. (n = 12; 2 ETs) and Bacillus cereus (n = 10;
1 ET). Minor fractions of the clones were identified as S.
haemolyticus (n = 9; 2 ETs), M. luteus (n = 8; 3 ETs), Alcaligenes spp.
(n = 7; 2 ETs), Photobacterium spp. (n = 4; 1 ET), S. aureus (n = 3;
1 ET) and Actinomyces odontolyticus (n = 3; 2 ET) (Table S2).
By pyrosequencing, 139968 reads were obtained (after trim-
ming, quality control and the removal of chimeric sequences).
Sequences with at least 99% sequence similarity with known taxa
and of which more than 10 copies were present, were included in
our study. In this way, 106814 reads (average sequence length:
480 bp; 48455 reads from E1, 31780 from E4, 14642 from E13
and 11937 from E17) representing 4026 OTUs were obtained
(Table S2).
Pyrosequencing analysis of E1 demonstrated the predominance
of Enterobacteriaceae (16445 identified reads) including E.
aerogenes (n = 13323) and Serratia marcescens (n = 2904). Remarkably,
more than half of the reads from sample E1 (28707/48455) were
identified as members of the Enterobacteriaceae but could not be
identified to the species level. Also, Mycoplasma salivarium (n = 3293)
was present in sample E1 (Fig. 1, Table S2). Sample E4 was more
diverse as pyrosequencing showed the presence of 33 different
species belonging to the Actinobacteria (2 species), Bacteroidetes (5
species), Clostridia (6 species), Enterobacteriaceae (5 species), b-
Proteobacteria (1 species), Fusobacteria (2 species), c-Proteobac-
teria (2 species), e-Proteobacteria (1 species), Firmicutes (1 species)
and lactic acid bacteria (8 species). Pyrosequencing also demon-
strated that the diversity of sample E13 was quite high; species
belonging to Actinobacteria (e.g. Rothia mucilaginosa: 647 reads),
Bacteroidetes (e.g. Prevotella histicola: 396 reads), Clostridia (e.g.
Veillonella parvula: 1106 reads), lactic acid bacteria (e.g. Granulicatella
adiacens: 4229 reads) and c-Proteobacteria (P. aeruginosa: 4675
reads) were identified. Finally, analysis of the pyrosquences of
sample E17 revealed the presence of Actinobacteria (e.g. Atopobium
rimae), Fusobacteria (e.g. Fusobacterium nucleatum), Bacteroidetes (e.g.
Prevotella oris) and lactic acid bacteria (e.g. Lactobacillus crispatus)
(Fig. 1, Table S2).
Data Analysis
Simpson diversity indexes (1–D) were calculated for cultivation,
clone libraries and pyrosequencing experiments. Twelve ET
biofilms, studied by cultivation, had a very low bacterial diversity
(1-D= 0) as only one bacterial species was identified (i.e. E21, E23,
E27, E28, E29, E31, E36, E38, E39, E45, E48 and E51) (Table
S1, Table S3). Other samples were more diverse e.g. E16 had a 1-
D value of 0.87 (Table S1, Table S3). The number of species
recovered per ET biofilm by culture dependent analysis varied
from 1 to 12 (E16) and on average, 3 different species were found
per ET biofilm. The majority of ET biofilms contained 1 (n= 12),
2 (n = 13) or 3 (n = 8) species; 19 ET biofilms contained 4 or more
species (4, n = 6; 5, n= 5; 6 or more, n= 8). cE6 was the only clone
library in which only a single species was identified (1-D= 0). Two
or more species (max. 6) were identified in the other clone
libraries, resulting in a 1-D index ranging between 0.12 and 0.59
(Table S3). On average, sequencing of the clone libraries revealed
3 different species per ET biofilm. The Simpson diversity indexes
did not differ significantly between both methods (cultivation and
sequencing of the clone libraries) (p.0.05). In contrast, the
Simpson diversity indexes for the 4 samples studied by
pyrosequencing ranged between 0.51 (E1) and 0.87 (E4) and were
significantly higher (p,0.05) than the 1-D values of cultivation
and clone libraries (Table S3). The number of species per ET
biofilm detected by pyrosequencing was high: 9 species in sample
E1, 33 species in sample E4, 14 species in sample E13 and 18
species in sample E17.
Good’s coverage coefficient ranged from 0 to 96 for the culture
dependent identification while the coefficient was much less
variable (ranging from 90 to 98) for the clone libraries (Table S3).
Plotting the number of species identified as a function of the
number of clones investigated (collector’s curve), indicated that the
screen was saturated and that the diversity observed is likely to be
a good estimate of the real diversity (Table S4). In contrast,
collector’s curves based on pyrosequencing data showed a steeper
slope. However, Good’s coverage coefficient was high for the 4
samples investigated by pyrosequencing (ranging from 89 to 99),
indicating that pyrosequencing reflected the bacterial diversity
accurately (Fig. 2, Fig. S1, Table S3).
Clustering analysis (Unifrac) of 16 S rRNA gene sequences of
clones and isolates demonstrated that there were no significant
differences between the bacterial populations of patients with and
without VAP (p= 0.66) and between patients which were
intubated more than 5 days and those which were intubated less
than 5 days (p = 0.51).
Discussion
Microbial Diversity of ET Biofilms as Revealed by Culture
Dependent Techniques
S. epidermidis was the most frequently encountered organism and
this organism is increasingly recovered as the causative agent of
nosocomial infections [33,34]. M. luteus was also found; it is
considered a non-pathogenic skin bacterium, but it has caused
Table 2. Identification results of the ET biofilm flora of patients from whom two tubes were investigated.
Patient Sample Species recovered
1 E01 E. aerogenes, E. coli, R. ornithinolytica, S. lentus, S. capitis, C. albicans
E03 R. planticola, S. epidermidis, S. xylosus, S. warneri
24 E25 S. epidermidis, S. saprophyticus, C. albicans, Candida spp.
E32 S. epidermidis, Candida spp.
25 E26 E. coli, S. saprophyticus, S. epidermidis
E29 E. coli
32 E34 C. albicans, M. luteus
E36 C. albicans, S. maltophilia
Species recovered in both samples from a given patient are underlined.
doi:10.1371/journal.pone.0038401.t002
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various infections in immunocompromised patients [35,36,37].
S. aureus was found in 22% of ET biofilms; it is frequently involved
in the development of late-onset VAP [23]. C. albicans and P.
aeruginosa were also identified. These organisms have previously
been recovered from ET biofilms [1,4]. Members of the
Enterobacteriaceae detected included E. coli, E. aerogenes and K.
pneumoniae. Enterobacteriaceae have been isolated from ET
biofilms before [1,3,4,13] and the species identified include known
respiratory pathogens [38–42]. Besides the bacteria frequently
isolated from ET biofilms in previous studies, other potential
human pathogens were also recovered. These bacteria were only
found on a small number of ETs (1 to 3 ETs) and include S.
maltophilia, A.lwoffii, Pasteurella spp., Moraxella spp., P. damselae, M.
odoratus, S. paucimobilis and K. varians [43–53]. In addition, bacteria
that have previously not been associated with human infections
were found, i.e. B. simplex and L. aquatica. Whether these species
present a clinical risk remains to be determined.
Four patients were extubated and subsequently re-intubated in
the course of our study. Both ETs were investigated and overall
there was little similarity between both ETs. Whether this is due to
biological variation and/or inherent limitation of our sampling
strategy is at present unclear.
Comparison of Culture Dependent Identification Results
and Analyses of the Clone Libraries
Good’s coverage coefficient and collector’s curves showed that
the data obtained by sequencing of the clone libraries reflected the
bacterial diversity in an accurate way. On the other hand, the
coverage obtained by cultivation was highly variable (ranging from
0 to 96). The number of species per ET biofilm found by analyzing
Figure 1. Representation of the most dominant bacterial groups identified by pyrosequencing (a). Rotation of Figure 1a. This graph
shows that most sequences appeared less than 10000 times (b). E1: triangles; E4: crosses; E13: circles; E17: squares.
doi:10.1371/journal.pone.0038401.g001
Figure 2. Collector’s curves of two selected pyrosequencing experiments (E1 and E4). The cut-off for OTU delineation was 99% sequence
similarity. OTU: operational taxonomic unit.
doi:10.1371/journal.pone.0038401.g002
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the clone libraries and by cultivation was similar (on average 3
species were found per sample). In addition, the Simpson diversity
index did not differ significantly between both methods (p.0.05).
Enterobacteriaceae were the most frequently recovered group
from the clone libraries. The diversity of Enterobacteriaceae
observed by culture-based analysis was higher than the diversity
observed in the clone libraries. Lactic acid bacteria were also
encountered in the clone libraries and included G. haemolysans, S.
pneumoniae, L. fermentum and E. faecium; however, these species were
rarely isolated. Generally, lactic acid bacteria are important
members of the human oral flora [54–58] but they can also cause
infections such as caries and pneumonia [54,55]. In addition, lactic
acid bacteria such as enterococci have been linked to the
development of late-onset VAP [23]. Analysis of the clone libraries
confirmed the results of the culture-based approach for the
presence of P. aeruginosa, M. luteus, S. aureus and S. epidermidis. For
example, P. aeruginosa was identified on 3 ETs by sequencing the
clone libraries and by cultivation; analyzing the clone libraries
showed the presence of P. aeruginosa in 2 additional samples.
However, in general, the results obtained by sequencing the clone
libraries and by cultivation were very different and, overall there
was little correlation between the results of both methods,
indicating that a combined approach is needed to obtain
a complete picture of the bacterial diversity of ET biofilms.
Additional Diversity Revealed by Pyrosquencing
Four samples were also analyzed by pyrosequencing. Cultiva-
tion and sequencing the clone library revealed that sample E1 was
dominated by Enterobacteriaceae and pyrosequencing confirmed
the presence of E. aerogenes, E. coli and R. ornithinolytica. In addition,
pyrosequencing showed that the diversity among the Enterobac-
teriaceae was higher than detected by the other methods. This was
not surprising as pyrosequencing is a powerful method which
allows much deeper sequencing than traditional methods
[55,58,59]. In silico analysis assigned nearly 29000 reads to the
Enterobacteriaceae but identification to the species level failed.
This is due to the limited resolution of 16 S rRNA gene
sequencing for the identification of Enterobacteriaceae. Besides
representatives of the Enterobacteriaceae in this sample, only M.
salivarium was detected by pyrosequencing. M. salivarium is
a member of the normal oral flora [60] and as ET biofilms are
partially inoculated by oropharyngeal secretions [19], it is not
surprising that M. salivarium was isolated from ET samples.
Pyrosequencing of sample E4 revealed a high bacterial diversity.
In contrast, cultivation revealed only a low diversity as a limited
number of species were detected, i.e. E. aerogenes, E. coli,
Staphylococcus cohnii, S. epidermidis and S. xylosus; the same low
diversity was found upon analysis of the clone library. It has
already been reported that biofilm formation on the ET is due to
aspiration and accumulation of oral secretions [61,62]. Perkins
et al. [19] found that over 70% of 16 S rRNA gene sequences in
the ET biofilm were associated with genera of the typical oral
flora. So, while it is not surprising that we found a high number of
representatives of the normal oral flora in the ET biofilm, it is
unexpected that representatives of the normal oral flora were not
identified among the clones. Pyrosequencing of sample E13
revealed the presence of Actinobacteria, Bacteroidetes, Clostridia,
lactic acid bacteria and P. aeruginosa. The diversity in sample E13
was higher than observed by cultivation or by analysis of the clone
library. Pyrosequencing of the sample E17 again revealed a high
diversity and representatives of the same groups as detected in
sample E4 and E13 were identified, including Actinobacteria,
Bacteroidetes, Fusobacteria, c-Proteobacteria and lactic acid
bacteria. Both culture dependent identification and sequencing
of the clone library confirmed the presence of P. aeruginosa but
failed to detect the other taxa.
In general, pyrosequencing revealed a higher bacterial diversity
than the other methods; the Simpson diversity indexes for the 4
samples studied by pyrosequencing was significantly higher
(p,0.05) than those for cultivation and clone libraries. Although
members of the normal oral flora constituted a considerable
fraction of the pyrosequences, they were not encountered by
sequencing the 16 S rRNA gene clone libraries, again highlighting
that pyrosequencing allows a more comprehensive analysis of
biodiversity [59,63]. Culture dependent analysis and sequencing of
the clone libraries revealed fewer bacterial species but led to the
identification of the clinically most relevant species. Differences
between the culture dependent identification results and culture
independent identification results can be explained in several ways.
First of all, the cultivation methods that we used were not suited
for the isolation of all bacteria. For example, some members of the
normal oral flora are fastidious anaerobic bacteria [55] and would
not be isolated using the growth conditions of the present study.
Secondly, some bacteria may constitute only a very minor fraction
of the biofilm flora and would go unnoticed by sequencing the
16 S rRNA gene clone libraries. However, the use of selective
growth conditions may allow the recovery of these bacteria. For
instance, Staphylococcus spp. were rarely detected by sequencing of
clone libraries and by pyrosequencing while cultivation showed
their predominance. It is possible that Staphylococcus spp. only
constituted a small fraction of the ET biofilm flora but that the use
of MSA and BPA plates promoted their growth. Also, the use of
a standard lysis buffer in order to extract DNA can result in a lower
detection of staphylococci by culture independent techniques [64].
A remaining question is whether the oral flora significantly
contributes to the pathogenesis of VAP. Although some members
of the oral flora are well-known opportunistic pathogens, most of
them are low-virulence bacteria. It is possible that members of the
normal oral flora form a biofilm on the ET, providing a suitable
environment for the growth of late-onset VAP pathogens such as
S. aureus and P. aeruginosa. Interactions between C. albicans,
a common colonizer of the oral cavity, and P. aeruginosa and S.
aureus are well known [23]. Some of these interactions significantly
contribute to pathogenicity, e.g. colonization of the respiratory
tract with C. albicans is associated with an increased risk of P.
aeruginosa VAP [65].
However, repeated sampling of the ET biofilm and more
clinical data are necessary to elucidate the mechanism of
colonization of the ET.
Linking Microbiological Data to Clinical Outcome
We analyzed 55 samples by culture dependent identification
techniques; 14 of these originated from patients with VAP. To
investigate whether the bacterial flora of ET biofilms recovered
from patients with or without VAP was different, we compared the
occurrence of the most relevant pathogenic groups (CoNS,
Enterobacteriaceae, P. aeruginosa, S. aureus and S. epidermidis). The
presence of these bacterial groups did not significantly differ
between both groups of patients (p.0.05 for all comparisons):
CoNS (18/41 non-VAP ETs versus 7/14 VAP ETs), Enterobac-
teriaceae (11/41 versus 3/14), P. aeruginosa (4/41 versus 4/14), S.
aureus (10/41 versus 1/14) and S. epidermidis (25/41 versus 8/14).
We found no significant differences between the microbial flora
in ET biofilms (as determined by cultivation) from patients who
had previously developed pneumonia and those who did not. In
addition, when we compared the microbial flora revealed by
culture independent analyses and the occurrence of VAP, we were
not able to find any correlation. Also, the results of the Unifrac
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analysis (performed on 16 S rRNA gene sequences of clones and
isolates) demonstrated that there were no differences between the
bacterial populations of patients with and without VAP (p= 0.66)
or between patients who were intubated more than 5 days and
those which were intubated less than 5 days (p = 0.51).
However, the relatively small sample size and the presence of
confounding factors (including antimicrobial therapy and un-
derlying condition) may partially explain this apparent lack of
correlation that is in contrast with the results of some previous
studies. For example, Adair et al. [4] found a link between
pathogens present in ET biofilms and those isolated from infected
lungs in 70% (= 14/20) of VAP patients. It should be noted,
however, that the ET biofilm analysis in this study (as well in ours)
represented a cumulative net state at the time of extubation. Thus,
the presence of pathogens in the ET biofilm may as well be
secondary to the proliferation of pathogens in the distal airways of
patients developing VAP. Only a study design in which the ET
biofilm is sampled and cultured repetitively, starting immediately
following intubation, may disclose a causal relationship between
ET biofilm formation and VAP. However, repeated sampling of
the ET biofilm is often not allowed due to concerns for patient
safety.
Conclusion
We analyzed ET biofilms by means of culture dependent and
independent techniques. The bacterial diversity of the biofilm flora
was high and a wide variety of phylogenetic groups was detected.
For most samples, cultivation resulted in the isolation of the
clinically most relevant groups (S. aureus, S. epidermidis and P.
aeruginosa). However, for some samples in which these organisms
were not detected by culture-based methods, 16 S rRNA gene
clone libraries revealed their presence, again highlighting the
added value of culture independent approaches. In contrast,
pyrosequencing analysis mostly detected members of the normal
oral flora such as Prevotella spp. and lactic acid bacteria. A
combination of different methods would be necessary to obtain
a complete picture of the bacterial diversity of ET biofilms.
Supporting Information
Figure S1 Collector’s curves of the pyrosequencing experiments.
The cut-off for species delineation was 99% sequence similarity.
(TIF)
Table S1 Results of the culture dependent identification
techniques (lac: lactose; glu: glucose; CA: cetrimide agar; MSA:
mannitol salt agar; BPA: Baird-Parker agar; MHA: Mueller-
Hinton agar; VRBGA: violet red bile glucose agar).
(DOCX)
Table S2 Identification results of the 16 S rRNA gene
sequencing. The numbers of sequences per species are also given.
(DOCX)
Table S3 Simpson index of diversity (1-D) and Good’s coverage
coefficients (C) of ET biofilms investigated by cultivation (cult),
16 S rRNA gene clone libraries (cl) and pyrosequencing of PCR
amplified 16 S rRNA genes (pyro).
(DOCX)
Table S4 Collector’s data of the first five clone libraries (cE1 to
cE5). The cut-off for species delineation was 99% sequence
similarity. OTU: operational taxonomic unit.
(DOCX)
Author Contributions
Conceived and designed the experiments: IV FVN PD TC DD HJN.
Performed the experiments: IV NM FVN. Analyzed the data: IV FVN TC.
Contributed reagents/materials/analysis tools: TC HJN FVN PV PD
LDB. Wrote the paper: IV.
References
1. Depuydt P, Myny D, Blot S (2006) Nosocomial pneumonia: aetiology, diagnosis
and treatment. Curr Opin Pulm Med 12: 192–197.
2. Augustyn B (2007) Ventilator-associated pneumonia: risk factors and prevention.
Crit Care Nurse 27: 32–36.
3. Heo SM, Haase EM, Lesse AJ, Gill SR, Scannapieco FA (2008) Genetic
relationships between respiratory pathogens isolated from dental plaque and
bronchoalveolar lavage fluid from patients in the intensive care unit undergoing
mechanical ventilation. Clin Infect Dis 47: 1562–1570.
4. Adair CG, Gorman SP, Feron BM, Byers LM, Jones DS, et al. (1999)
Implications of endotracheal tube biofilm for ventilator-associated pneumonia.
Intensive Care Med 25: 1072–1076.
5. Bauer TT, Torres A, Ferrer R, Heyer CM, Schultze-Werninghaus G, Rasche K
(2002) Biofilm formation in endotracheal tubes. Association between pneumonia
and the persistence of pathogens. Monaldi Arch Chest Dis 57: 84–87.
6. Inglis TJ, Millar MR, Jones JG, Robinson DA (1989) Tracheal tube biofilm as
a source of bacterial colonization of the lung. J Clin Microbiol 27: 2014–2018.
7. Sottile FD, Marrie TJ, Prough DS, Hobgood CD, Gower GJ, et al. (1986)
Nosocomial pulmonary infection: possible etiologic significance of bacterial
adhesion to endotracheal tubes. Crit Care Med 14: 265–270.
8. Cairns S, Thomas JG, Hooper SJ, Wise MP, Frost PJ, et al. (2011) Molecular
analysis of microbial communities in endotracheal tube biofilms. PLoS ONE
6(3): e14759.
9. Edwards C (2000) Problems posed by natural environments for monitoring
microorganisms. Mol Biotechnol 15: 211–223.
10. Luna CM, Sibila O, Agusti C, Torres A (2009) Animal models of ventilator-
associated pneumonia. Eur Respir J 33: 182–188.
11. American Thoracic Society, Infectious diseases society of America (2005)
Guidelines for the management of adults with hospital-acquired, ventilator-
associated, and healthcare-associated pneumonia. Am J Respir Crit Care Med
171: 388–416.
12. Depuydt P, Benoit D, Vogelaers D, Claeys G, Verschraegen G, et al. (2006)
Outcome in bacteremia associated with nosocomial pneumonia and the impact
of pathogen prediction by tracheal surveillance cultures. Intensive Care Med 32:
1773–1781.
13. Depuydt P, Benoit D, Vogelaers D, Decruyenaere J, Vandijck D, et al. (2008)
Systematic surveillance cultures as a tool to predict involvement of multidrug
antibiotic resistant bacteria in ventilator-associated pneumonia. Intensive Care
Med 34: 675–682.
14. Joseph NM, Sistla S, Dutta TK, Badhe AS, Parija SC (2010) Ventillator-
associated pneumonia: a review. Eur J Intern Med 21: 360–368.
15. Blot S, Depuydt P, Vandijck D, Vandewoude K, Peleman R, et al. (2008)
Predictive value of surveillance cultures and subsequent bacteremia with
extended-spectrum beta-lactamase-producing Enterobacteriaceae. Clin Infect
Dis 46: 481–482.
16. Blot S, Depuydt P, Vogelaers D (2008) Maximizing rates of empiric appropriate
antibiotic therapy with minimized use of broad-spectrum agents: are surveillance
cultures the key? Intensive Care Med 34: 2130–2133.
17. Esteban J, Molina-Manso D, Spiliopoulou I, Cordero-Ampuero J, Ferna´ndez-
Roblas R, et al. (2010) Biofilm development by clinical isolates of Staphylococcus
spp. from retrieved orthopedic prostheses. Acta Orthop 81: 674–679.
18. Costerton JW, Post JC, Ehrlich GD, Hu FZ, Kreft R, et al. (2011) New methods
for the detection of orthopedic and other biofilm infections. FEMS Immunol
Med Microbiol 61: 133–140.
19. Perkins SD, Woeltje KF, Angenent LT (2010) Endotracheal tube biofilm
inoculation of oral flora and subsequent colonization of opportunistic pathogens.
Int J Med Microbiol 300: 503–511.
20. Bahrani-Mougeot FK, Paster BJ, Coleman S, Barbuto S, Brennan MT, et al.
(2007) Molecular analysis of oral and respiratory bacterial species associated with
ventilator-associated pneumonia. J Clin Microbiol 45: 1588–1593.
21. Zemanick ET, Sagel SD, Harris JK (2011) The airway microbiome in cystic
fibrosis and implications for treatment. Curr Opin Pediatr 23: 319–324.
22. Tunney MM, Field TR, Moriarty TF, Patrick S, Doering G, et al. (2008)
Detection of anaerobic bacteria in high numbers in sputum from patients with
cystic fibrosis. Am J Respir Crit Care Med 177: 995–1001.
23. Park DR (2005) The microbiology of ventilator-associated pneumonia. Respir
Care 50: 742–765.
24. Baron EJ, Thomson RB Jr. (2011) Specimen collection, transport, and
processing: bacteriology. In J. Versalovic (ed.), Manual of Clinical Microbiology,
10th ed. ASM press, Washington, DC.
25. Pereira EM, Schuenck RP, Malvar KL, Iorio NL, Matos PD, et al. (2010)
Staphylococcus aureus, Staphylococcus epidermidis and Staphylococcus haemolyticus:
Microbial Diversity of Endotracheal Tubes Biofilms
PLoS ONE | www.plosone.org 8 June 2012 | Volume 7 | Issue 6 | e38401
methicillin-resistant isolates are detected directly in blood cultures by multiplex
PCR. Microbiol Res 165: 243–249.
26. Coenye T, Falsen E, Vancanneyt M, Hoste B, Govan JR, et al. (1999)
Classification of Alcaligenes faecalis-like isolates from the environment and human
clinical samples as Ralstonia gilardii sp. nov. Int J Syst Bacteriol 49: 405–413.
27. Hall TA (1999) BioEdit: a user-friendly biological sequence alignment editor and
analysis program for Windows 95/98/NT. Nucl Acids Symp Ser 41: 95–98.
28. Palatinzky M, Nikolausz M, Svab D, Marialigeti K (2011) Preferential ligation
during TA-cloning of multitemplate PCR products – A factor causing bias in
microbial community structure analysis. J Microbiol Methods 85: 131–136.
29. Joly E (1996) Preparation of plasmid DNA by alkaline lysis. Meth Mol Biol 58,
256–263.
30. Simpson EH (1949) Measurement of diversity. Nature 163: 688.
31. Good IJ (1953) The population frequencies of species and the estimation of
population parameters. Biometrika 40: 237–264.
32. Schloss PD, Westcott RL, Ryabin T, Hall JR, Hartmann M, et al. (2009)
Introducing mothur: open-source, platform-independent, community-supported
software for describing and comparing microbial communities. Appl Environ
Microbiol 75: 7537–7541.
33. Carbon C (2000) MRSA and MRSE: is there an answer? Clin Microbiol Infect
6: 17–22.
34. Ziebuhr W, Hennig S, Eckart M, Kra¨nzler H, Batzilla C, et al. (2006)
Nosocomial infections by Staphylococcus epidermidis: how a commensal bacterium
turns into a pathogen. Int J Antimicrob Agents 28: 14–20.
35. Albertson D, Natsios GA, Gleckman R (1978) Septic shock with Micrococcus
luteus. Arch Int Med 138: 487–488.
36. Decraene V, Ready D, Pratten J, Wilson M (2008) Air-borne microbial
contamination of surfaces in a UK dental clinic. J Gen Appl Microbiol 54:
195–203.
37. Ouziz RJ, Widlitz A, Beckmann J, Camanga D, Alfie J, et al. (2004) Micrococcus-
associated central venous catheter infection in patients with pulmonary arterial
hypertension. Chest 126: 90–94.
38. Chang EP, Chiang DH, Lin ML, Chen TL, Wang FD, et al. (2009) Clinical
characteristics and predictors of mortality in patients with Enterobacter aerogenes
bacteremia. J Microbiol Immunol Infect 42: 329–335.
39. Narayan SA, Kool JL, Vakololoma M, Steer AC, Mejia A, et al. (2009)
Investigation and control of an outbreak of Enterobacter aerogenes bloodstream
infection in a neonatal intensive care unit in Fiji. Infect Control Hosp Epidemiol
30: 797–800.
40. Song EH, Park KH, Jang EY, Lee EJ, Chong YP, et al. (2010) Comparison of
the clinical and microbiologic characteristics of patients with Enterobacter cloacae
and Enterobacter aerogenes bacteremia: a prospective observation study. Diagn
Microbiol Infect Dis 66: 436–440.
41. Decre´ D, Verdet C, Emirian A, Le Gourrierec T, Petit JC, et al. (2011)
Emerging severe and fatal infections due to Klebsiella pneumoniae in two French
university hospitals. J Clin Microbiol 49: 3012–3014.
42. Mancini F, Carniato A, Ciervo A (2009) Pneumonia caused by Shigella sonnei in
man returned from India. Emerg Infect Dis 15: 1874–1876.
43. Czosnowski QA, Wood GC, Magnotti LJ, Croce LA, Swanson JM, et al. (2011)
Clinical and microbiological outcome in trauma patients treated for Stenotropho-
monas maltophilia ventilator-associated pneumonia. Pharmacotherapy 31:
338–345.
44. Ryan MP, Adley CC (2010) Sphingomonas paucimobilis: a persistent Gram-negative
nosocomial infectious organism. J Hosp Infect 75: 153–157.
45. Toyoshima M, Chida K, Suda T (2010) Fulminant community-acquired
pneumonia probably caused by Acinetobacter lwoffi. Respirology 15: 867–868.
46. Abbott SL, Janda M, Farmer JJ III (2011) Vibrio and related organisms. In J.
Versalovic (ed.), Manual of Clinical Microbiology, 10th ed. ASM press,
Washington, DC.
47. Becker K, von Eiff C (2011) Staphylococcus, Micrococcus and other catalase-positive
cocci. In J. Versalovic (ed.), Manual of Clinical Microbiology, 10th ed. ASM
press, Washington, DC.
48. Conville PS, Witebsky FG (2011) Nocardia, Rhodococcus, Gordonia, Actinomadura,
Streptomyces, and other Actinomycetes. In J. Versalovic (ed.), Manual of Clinical
Microbiology, 10th ed. ASM press, Washington, DC.
49. Funke G, von Graevenitz A, Carridge JE III, Bernard KA (1997) Clinical
microbiology of coryneform bacteria. Clin Microbiol Rev 10: 125–159.
50. Ruoff KL (2011) Aerococcus, Abiotrophia, and other aerobic catalase-negative,
Gram-positive cocci. In J. Versalovic (ed.), Manual of Clinical Microbiology, 10th
ed. ASM press, Washington, DC.
51. Savini V, Catavitello C, Masciarelli G, Astolfi D, Balbinot A, et al. (2010) Drug
sensitivity and clinical impact of the genus Kocuria. J Med Microbiol 59:
1395–1402.
52. Vaneechoutte ML, Dijskhoorn L, Nemec A, Ka¨mpfer P, Wauters G (2011)
Acinetobacter, Chryseobacterium, Moraxella, and other nonfermentative Gram-
negative rods. In J. Versalovic (ed.), Manual of Clinical Microbiology, 10th ed.
ASM press, Washington, DC.
53. Zbinden R, von Graevenitz A (2011) Actinobacillus, Capnocytophaga, Eikenella,
Kingella, Pasteurella, and other fastidious or rarely encountered Gram-negative
rods. In J. Versalovic (ed.), 10th ed. ASM press, Washington, DC.
54. Argimon S, Caufield PW (2011) Distribution of putative virulence genes in
Streptococcus mutans strains does not correlate with caries experience. J Clin
Microbiol 49: 984–992.
55. Dewhirst FE, Che T, Izard J, Paster BJ, Tanner ACR, et al. (2010) The human
oral microbiome. J Bacteriol 192: 5002–5017.
56. Mahenthiralingam E, Marchbank A, Drevinek P, Garaiova I, Plummer S (2009)
Use of colony-based bacterial strain typing for tracking the fate of Lactobacillus
strains during human consumption. BMC Microbiol 9: 251.
57. Sookkhee S, Chulasira M, Prachyabrued W (2001) Lactic acid bacteria from
healthy oral cavity of Thai volunteers: inhibition of oral pathogens. J App
Microbiol 90: 172–179.
58. Lazarevic V, Whiteson K, Huse S, Hernandez D, Farinelli L, et al. (2009)
Metagenomic study of the oral microbiota by Illumina high-throughput
sequencing. J Microbiol Methods 79: 266–271.
59. Schloss PD (2010) The effects of alignment quality, distance calculation method,
sequence filtering, and region on the analysis of 16 S rRNA gene-based studies.
PLoS Comput Biol 6: e1000844.
60. Watanabe T, Matsuura M, Seto K (1986) Enumeration, isolation, and species
identification of mycoplasmas in saliva sampled from the normal and
pathological human oral cavity and antibody response to an oral mycoplasma
(Mycoplasma salivarium). J Clin Microbiol 23: 1034–1038.
61. Bouza E, Burillo A (2009) Advances in the prevention and management of
ventilator-associated pneumonia. Curr Opin Infect Dis 22: 345–351.
62. Takeshita T, Tomioka M, Shimazaki Y, Matsuyama M, Koyano, Matsuda K,
et al (2010) Microflora characterization of the tongue coating and associated risk
for pneumonia-related health problems in institutionalized older adults. J Am
Geriatr Soc 58: 1050–1057.
63. Shendure J, Ji H (2008) Next-generation DNA sequencing. Nat Biotechnol 26:
1135–1145.
64. Zhao J, Carmody LA, Kalikin LM, Li J, Petroscino JF, et al. (2012) Impact of
enhanced Staphylococcus DNA extraction on microbial community measures in
cystic fibrosis sputum. PLoS ONE 7(3): e33127.
65. Nseir S, Jozefowicz E, Cavestri B, Sendid B, Di Pompeo C, et al. (2007) Impact
of antifungal treatment on Candida-Pseudomonas interactions: a preliminary
retrospective case-control study. Intensive Care Med 33: 137–142.
Microbial Diversity of Endotracheal Tubes Biofilms
PLoS ONE | www.plosone.org 9 June 2012 | Volume 7 | Issue 6 | e38401
